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Materials and Reagents
Abbreviations for reagents are as follows: tert-butoxycarbonyl (Boc); 9-fluorenylmethoxylcarbonyl (Fmoc); trifluoroacetic acid (TFA); triisopropylsilyl (TIPS); N,Ndimethylformamide (DMF); N,N-diisopropylcarbodiimide (DIC); dimethylsulphoxide (DMSO); bromoacetic acid (BrAA). Solvents and reagents were purchased from commercial sources and used without further purification unless otherwise noted. Rink amide resin (typical loading level 0.6-0.8 mmol g -1 ) was purchased from Merck4Biosciences. DMF was purchased from AGTC Bioproducts (National Diagnostics). Piperidine, bromoacetic acid and TFA were purchased from Sigma Aldrich. The amine building blocks were sourced from Sigma Aldrich or TCI Europe.
Peptoid Synthesis
Synthesis as previously described and shown in Figure S1 (G. A. Eggimann, H. L. Bolt, P. W. Denny, S. L. Cobb, ChemMedChem, 2015, 10, 214-214) . Fmoc-protected Rink Amide resin (normally 100 mg, 0.1 mmol, typical loading between 0.6-0.8 mmol g -1 ) was swollen in DMF (at least 1 hour at room temperature, overnight preferred) in a 20 mL polypropylene syringe fitted with two polyethylene frits (Crawford Scientific). The resin was deprotected with piperidine (20% in DMF v/v, 2 x 20 min) and washed with DMF (3 x 2mL). The resin was treated with bromoacetic acid (8 eq. with respect to the resin, 2M in DMF) and DIC (8 eq., 2M in DMF) for 15 minutes at 50 ˚C on a heated shaker at 400 rpm. The resin was washed with DMF (3 x 2 mL), before the desired amine sub-monomer was added (4 eq., 1M in DMF) and allowed to react for 15 minutes at 50 ˚C on the shaker. The resin was again washed with DMF (3 x 2 mL) and the bromoacetylation and amine displacement steps were repeated until the final sub-monomer had been added and the desired peptoid sequence had been obtained. The resin was shrunk in diethyl ether (3 ml) and final cleavage from resin was achieved using a TFA cleavage cocktail (4 ml, TFA:TIPS:H 2 O, 95:2.5:2.5) on the shaker at 400 rpm for 60 minutes. The resin was removed by filtration and the cleavage cocktail removed in vacuuo. The crude product was precipitated in diethyl ether (30 mL) and the precipitate retrieved by centrifuge for 15 min at 5,000 rpm. The ether phase was decanted and the crude product dissolved in a mixture of acidified H 2 O and MeCN and lyophilised before purification. Preparative RP-HPLC was performed with a semi-preparative Perkin Elmer Series 200 lc pump fitted with a 785A UV/Vis detector using a SB-Analytical ODH-S optimal column (250 × 10 mm, 5 µm); flow rate 2 ml min −1 ; λ = 250 nm, typical linear gradient elution 0-50% of solvent B over 60 min (A = 0.1% TFA in 95% H 2 O and 5% MeCN, B = 0.1% TFA in 5% H 2 O and 95% MeCN). Analytical RP-HPLC was performed with a Perkin Elmer Series 200 lc pump fitted with a 785A UV/Vis detector using a SB-Analytical ODH-S optimal column (100 × 1.6 mm, 3.5 µm); flow rate 1 ml min −1 ; λ = 220 nm, linear gradient elution 0-100% of solvent B over 30 min (A = 0.05% TFA, 95% H 2 O, 5% MeCN, B = 0.03% TFA, 5% H 2 O, 95% MeCN).
Peptoids were characterised by accurate LC-MS (QToF mass spectrometer and an Acquity UPLC from Waters Ltd.) using an Acquity UPLC BEH C8 1.7μm (2.1mm × 50mm) column with a flow rate of 0.6 ml min -1 and a linear gradient of 5-95% of solvent B over 3.8 min (A = 0.1% formic acid in H 2 O, B = 0.1% formic acid in MeCN). Peptide identities were also confirmed by MALDI-TOF mass spectra analysis (Autoflex II ToF/ToF mass spectrometer Bruker Daltonik GmBH) operating in positive ion mode using an α-cyano-4-hydroxycinnamic acid (CHCA) matrix. Data processing was done with MestReNova Version 8.1. Figure S1 . Table S1 : The abbreviations used for the peptoid monomers synthesised in this study, and the amines that they were derived from.
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Proteolytic Stability Study
Although it is generally acknowledged that peptoid backbone structures should be inherently resistant proteolysis, we compared the tryptic digestion profile of one selected peptoid, peptoid 7, against the naturally occurring alpha helical peptide LL-37. Peptoid 7 showed no degradation following treatment with trypsin for 24 hours whereas LL-37 was completely degraded to peptide fragments during the same time period. 
